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j Paper IF Citations

114 phastSimnLyfficientLsimulationLofLsequenceLevolutionLforLpandemicascaleLdatasetsbbLPLoSl
ComputationallBiologyYL2022YLelYLeededdij 5 0

113 GenomicLreconstructionLofLtheLSuRSawoVafLepidemicLinLynglandbLNatureYL2021YL 50.4 16

112 WantLtoLtrackLpandemicLvariantsLfastersLzixLtheLbioinformaticsLbottleneckbLNatureYL2021YLimeYLgdagg 50.4 27

111 phastSimnLefficientLsimulationLofLsequenceLevolutionLforLpandemicascaleLdatasetsL2021YL 1

110 ShortarangeLtemplateLswitchingLinLgreatLapeLgenomesLexploredLusingLpairLhiddenLMarkovLmodelsbL
PLoSlGeneticsYL2021YLekYLeeddmffe 6 3

109 MutationLRatesLandLSelectionLonLSynonymousLMutationsLinLSuRSawoVafbLGenomelBiologylandl
EvolutionYL2021YLegYL 3.9 25

108 uLdailyaupdatedLdatabaseLandLtoolsLforLcomprehensiveLSuRSawoVafLmutationaannotatedLtreesL2021
YL 4

107 uLphylogeneticLapproachLforLweightingLgeneticLsequencesbLBMClBioinformaticsYL2021YLffYLfli 3.6 0

106 GeneticLVariabilityLofLtheLSuRSawoVafLPocketomebLJournalloflProteomelResearchYL2021YLfdYLhfefahfei 5.6 2

105 umbiguityLwodingLullowsLuccurateLInferenceLofLyvolutionaryLParametersLfromLulignmentsLinLanL
uggregatedLStateaSpacebLSystematiclBiologyYL2021YLkdYLfeagf 8.4

104 SamplingLbiasLandLmodelLchoiceLinLcontinuousLphylogeographynLGettingLlostLonLaLrandomLwalkbL
PLoSlComputationallBiologyYL2021YLekYLeeddlije 5 12

103 MutationLratesLandLselectionLonLsynonymousLmutationsLinLSuRSawoVafL2021YL 6

102 uLxailyaUpdatedLxatabaseLandLToolsLforLwomprehensiveLSuRSawoVafLMutationaunnotatedLTreesbL
MolecularlBiologylandlEvolutionYL2021YLglYLilemailfh 8.3 12

101 SamplingLbiasLandLmodelLchoiceLinLcontinuousLphylogeographynLGettingLlostLonLaLrandomLwalkL2021
YLekYLeeddlije

100 SamplingLbiasLandLmodelLchoiceLinLcontinuousLphylogeographynLGettingLlostLonLaLrandomLwalkL2021
YLekYLeeddlije

99 SamplingLbiasLandLmodelLchoiceLinLcontinuousLphylogeographynLGettingLlostLonLaLrandomLwalkL2021
YLekYLeeddlije

98 SamplingLbiasLandLmodelLchoiceLinLcontinuousLphylogeographynLGettingLlostLonLaLrandomLwalkL2021
YLekYLeeddlije
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97
IntegratedLstructuralLandLevolutionaryLanalysisLrevealsLcommonLmechanismsLunderlyingLadaptiveL
evolutionLinLmammalsbLProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStateslofl
AmericaYL2020YLeekYLimkkaimlj

11.5 18

96 StabilityLofLSuRSawoVafLphylogeniesbLPLoSlGeneticsYL2020YLejYLeeddmeki 6 43

95 ModelingLStructuralLwonstraintsLonLProteinLyvolutionLviaLSideawhainLwonformationalLStatesbL
MolecularlBiologylandlEvolutionYL2019YLgjYLfdljafedg 8.3 5

94 ProbabilisticLModelsLforLtheLStudyLofLProteinLyvolutionL2019YLghkagd 1

93 ulignmentLModulatesLuncestralLSequenceLReconstructionLuccuracybLMolecularlBiologylandl
EvolutionYL2018YLgiYLeklgaekmk 8.3 40

92 ImprovingLcommunicationLforLinterdisciplinaryLteamsLworkingLonLstorageLofLdigitalLinformationLinL
xNubLF1000ResearchYL2018YLkYLgm 3.6 4

91 MoreLonLtheLvestLyvolutionaryLRateLforLPhylogeneticLunalysisbLSystematiclBiologyYL2017YLjjYLkjmakli 8.4 36

90 ShortLtemplateLswitchLeventsLexplainLmutationLclustersLinLtheLhumanLgenomebLGenomelResearchYL
2017YLfkYLedgmaedhm 9.7 13

89 MaximumLLikelihoodLPhylogeneticLInferenceLisLwonsistentLonLMultipleLSequenceLulignmentsYLwithL
orLwithoutLGapsbLSystematiclBiologyYL2016YLjiYLgflagg 8.4 16

88 uLVISnLinteractiveLnonaaggregativeLvisualizationLandLexplorativeLanalysisLofLmultipleLsequenceL
alignmentsbLNucleiclAcidslResearchYL2016YLhhYLekk 20.1 6

87 wlusteringLGenesLofLwommonLyvolutionaryLHistorybLMolecularlBiologylandlEvolutionYL2016YLggYLeimdajdi 8.3 35

86 wurrentLMethodsLforLuutomatedLzilteringLofLMultipleLSequenceLulignmentsLzrequentlyLWorsenL
SingleaGeneLPhylogeneticLInferencebLSystematiclBiologyYL2015YLjhYLkklame 8.4 129

85
SimpleLchainedLguideLtreesLgiveLpoorerLmultipleLsequenceLalignmentsLthanLinferredLtreesLinL
simulationLandLphylogeneticLbenchmarksbLProceedingsloflthelNationallAcademyloflSciencesloflthel
UnitedlStatesloflAmericaYL2015YLeefYLymmaedd

11.5 16

84 TheLhumanLbloodLxNuLmethylomeLdisplaysLaLhighlyLdistinctiveLprofileLcomparedLwithLotherLsomaticL
tissuesbLEpigeneticsYL2015YLedYLfkhale 5.7 36

83 SequenceLvundlesnLaLnovelLmethodLforLvisualisingYLdiscoveringLandLexploringLsequenceLmotifsbLBMCl
ProceedingsYL2014YLlYLSl 2.3 12

82 TranscriptionalLdiversityLduringLlineageLcommitmentLofLhumanLbloodLprogenitorsbLScienceYL2014YL
ghiYLefiedgg 33.3 187

81 GenomeLsequencingLofLnormalLcellsLrevealsLdevelopmentalLlineagesLandLmutationalLprocessesbL
NatureYL2014YLiegYLhffahfi 50.4 249

80 PhylogeneticLquantificationLofLintraatumourLheterogeneitybLPLoSlComputationallBiologyYL2014YLedYLeeddgigi5 91
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79 uLpenalizedalikelihoodLmethodLtoLestimateLtheLdistributionLofLselectionLcoefficientsLfromL
phylogeneticLdatabLGeneticsYL2014YLemkYLfikake 4 39

78 MaximumLlikelihoodLinferenceLofLsmallLtreesLinLtheLpresenceLofLlongLbranchesbLSystematiclBiologyYL
2014YLjgYLkmlalee 8.4 16

77 WhoLwatchesLtheLwatchmensLunLappraisalLofLbenchmarksLforLmultipleLsequenceLalignmentbL
MethodslinlMolecularlBiologyYL2014YLedkmYLimakg 1.4 33

76 SystematicLevaluationLofLsplicedLalignmentLprogramsLforLRNuaseqLdatabLNaturelMethodsYL2013YLedYLeeliame21.6 371

75 TowardsLpracticalYLhighacapacityYLlowamaintenanceLinformationLstorageLinLsynthesizedLxNubLNatureYL
2013YLhmhYLkkald 50.4 501

74 SMIMeLunderliesLtheLVelLbloodLgroupLandLinfluencesLredLbloodLcellLtraitsbLNaturelGeneticsYL2013YLhiYLihfaihi36.3 77

73 uminoLacidLchangesLinLdiseaseaassociatedLvariantsLdifferLradicallyLfromLvariantsLobservedLinLtheL
edddLgenomesLprojectLdatasetbLPLoSlComputationallBiologyYL2013YLmYLeeddgglf 5 44

72 TheLeffectsLofLalignmentLerrorLandLalignmentLfilteringLonLtheLsitewiseLdetectionLofLpositiveL
selectionbLMolecularlBiologylandlEvolutionYL2012YLfmYLeefiagm 8.3 125

71 ullLYourLvasenLaLfastLandLaccurateLprobabilisticLapproachLtoLbaseLcallingbLGenomelBiologyYL2012YLegYLReg 18.3 24

70 LookingLforLxarwinLinLgenomicLsequencesaavalidityLandLsuccessLofLstatisticalLmethodsbLMolecularl
BiologylandlEvolutionYL2012YLfmYLfllmamg 8.3 26

69 yrroracorrectingLpropertiesLofLtheLSOLixLyxactLwallLwhemistrybLBMClBioinformaticsYL2012YLegYLehi 3.6 9

68 unLimprovedLprotocolLforLsequencingLofLrepetitiveLgenomicLregionsLandLstructuralLvariationsLusingL
mutagenesisLandLnextLgenerationLsequencingbLPLoSlONEYL2012YLkYLehggim 3.7 7

67
wonservationLandLdivergenceLinLTollalikeLreceptorLharegulatedLgeneLexpressionLinLprimaryLhumanL
versusLmouseLmacrophagesbLProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStateslofl
AmericaYL2012YLedmYLymhhaig

11.5 212

66 InsightsLintoLhominidLevolutionLfromLtheLgorillaLgenomeLsequencebLNatureYL2012YLhlgYLejmaki 50.4 517

65 uccurateLextensionLofLmultipleLsequenceLalignmentsLusingLaLphylogenyaawareLgraphLalgorithmbL
BioinformaticsYL2012YLflYLejlhame 7.2 88

64 MarkovianLandLnonaMarkovianLproteinLsequenceLevolutionnLaggregatedLMarkovLprocessLmodelsbL
JournalloflMolecularlBiologyYL2011YLheeYLmedafg 6.5 16

63 uddressingLinterageneLheterogeneityLinLmaximumLlikelihoodLphylogenomicLanalysisnLyeastsL
revisitedbLPLoSlONEYL2011YLjYLeffklg 3.7 20

62 uLhigharesolutionLmapLofLhumanLevolutionaryLconstraintLusingLfmLmammalsbLNatureYL2011YLhklYLhkjalf 50.4 802
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61 PhyloSimLaLMonteLwarloLsimulationLofLsequenceLevolutionLinLtheLRLstatisticalLcomputingL
environmentbLBMClBioinformaticsYL2011YLefYLedh 3.6 36

60 RNucodenLrobustLdiscriminationLofLcodingLandLnoncodingLregionsLinLcomparativeLsequenceLdatabL
RnaYL2011YLekYLiklamh 5.8 131

59 WhatTsLinLaLlikelihoodsLSimpleLmodelsLofLproteinLevolutionLandLtheLcontributionLofLstructurallyL
viableLreconstructionsLtoLtheLlikelihoodbLSystematiclBiologyYL2011YLjdYLejeakh 8.4 11

58 webPRuNKnLaLphylogenyaawareLmultipleLsequenceLalignerLwithLinteractiveLalignmentLbrowserbLBMCl
BioinformaticsYL2010YLeeYLikm 3.6 267

57 InLdefenseLofLstatisticalLmethodsLforLdetectingLpositiveLselectionbLProceedingsloflthelNationall
AcademyloflSciencesloflthelUnitedlStatesloflAmericaYL2009YLedjYLymioLauthorLreplyLymj 11.5 34

56 yvolutionbLUnitingLalignmentsLandLtreesbLScienceYL2009YLgfhYLeiflam 33.3 22

55 GenomicLxNuLkamerLspectranLmodelsLandLmodalitiesbLGenomelBiologyYL2009YLedYLRedl 18.3 118

54 RapidlyLevolvingLhumanLpromoterLregionsbLNaturelGeneticsYL2008YLhdYLefjfagoLauthorLreplyLefjgah 36.3 15

53 yvolutionaryLfootprintsLofLnucleosomeLpositionsLinLyeastbLTrendslinlGeneticsYL2008YLfhYLilgak 8.5 64

52 PhylogenyaawareLgapLplacementLpreventsLerrorsLinLsequenceLalignmentLandLevolutionaryLanalysisbL
ScienceYL2008YLgfdYLejgfai 33.3 599

51 xeterminationLandLvalidationLofLprincipalLgeneLproductsbLBioinformaticsYL2008YLfhYLeeak 7.2 20

50 IntroductionbLStatisticalLandLcomputationalLchallengesLinLmolecularLphylogeneticsLandLevolutionbL
PhilosophicallTransactionsloflthelRoyallSocietylB:lBiologicallSciencesYL2008YLgjgYLgllmamf 5.8 10

49 uLmodelLofLevolutionLandLstructureLforLmultipleLsequenceLalignmentbLPhilosophicallTransactionslofl
thelRoyallSocietylB:lBiologicallSciencesYL2008YLgjgYLgmegam 5.8 36

48 unalysesLofLdeepLmammalianLsequenceLalignmentsLandLconstraintLpredictionsLforLeRLofLtheLhumanL
genomebLGenomelResearchYL2007YLekYLkjdakh 9.7 163

47 IdentificationLandLanalysisLofLfunctionalLelementsLinLeRLofLtheLhumanLgenomeLbyLtheLyNwOxyLpilotL
projectbLNatureYL2007YLhhkYLkmmalej 50.4 4121

46 unLempiricalLcodonLmodelLforLproteinLsequenceLevolutionbLMolecularlBiologylandlEvolutionYL2007YL
fhYLehjhakm 8.3 139

45 VariationLinLevolutionaryLprocessesLatLdifferentLcodonLpositionsbLMolecularlBiologylandlEvolutionYL
2007YLfhYLiegafe 8.3 61

44 yxperimentalLdesignLcriteriaLinLphylogeneticsnLwhereLtoLaddLtaxabLSystematiclBiologyYL2007YLijYLjdmaff 8.4 49

(2007-2011)
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43 ResourceaawareLtaxonLselectionLforLmaximizingLphylogeneticLdiversitybLSystematiclBiologyYL2007YL
ijYLhgeahh 8.4 32

42 XRatenLaLfastLprototypingYLtrainingLandLannotationLtoolLforLphyloagrammarsbLBMClBioinformaticsYL
2006YLkYLhfl 3.6 40

41 PuNxITnLanLevolutionacentricLdatabaseLofLproteinLandLassociatedLnucleotideLdomainsLwithLinferredL
treesbLNucleiclAcidslResearchYL2006YLghYLxgfkage 20.1 50

40 SpeciesLchoiceLforLcomparativeLgenomicsnLbeingLgreedyLworksbLPLoSlGeneticsYL2005YLeYLeke 6 48

39 xifferentLversionsLofLtheLxayhoffLrateLmatrixbLMolecularlBiologylandlEvolutionYL2005YLffYLemgam 8.3 102

38 unLalgorithmLforLprogressiveLmultipleLalignmentLofLsequencesLwithLinsertionsbLProceedingsloflthel
NationallAcademyloflSciencesloflthelUnitedlStatesloflAmericaYL2005YLedfYLediikajf 11.5 699

37 xetectingLaminoLacidLsitesLunderLpositiveLselectionLandLpurifyingLselectionbLGeneticsYL2005YLejmYLekigajf4 165

36 ystimatingLtheLfrequencyLofLeventsLthatLcauseLmultipleanucleotideLchangesbLGeneticsYL2004YLejkYLfdfkahg4 69

35 uLnewLcriterionLandLmethodLforLaminoLacidLclassificationbLJournalloflTheoreticallBiologyYL2004YLfflYLmkaedj2.3 43

34 uccuracyLandLpowerLofLstatisticalLmethodsLforLdetectingLadaptiveLevolutionLinLproteinLcodingL
sequencesLandLforLidentifyingLpositivelyLselectedLsitesbLGeneticsYL2004YLejlYLedheaie 4 443

33 PhylogenomicsLandLbioinformaticsLofLSuRSawoVbLTrendslinlMicrobiologyYL2004YLefYLedjaee 12.4 33

32 ProteinLevolutionLwithLdependenceLamongLcodonsLdueLtoLtertiaryLstructurebLMolecularlBiologylandl
EvolutionYL2003YLfdYLejmfakdh 8.3 160

31 wovariationLinLfrequenciesLofLsubstitutionYLdeletionYLtranspositionYLandLrecombinationLduringL
eutherianLevolutionbLGenomelResearchYL2003YLegYLegafj 9.7 234

30 PanditnLaLdatabaseLofLproteinLandLassociatedLnucleotideLdomainsLwithLinferredLtreesbLBioinformatics
YL2003YLemYLeiijajg 7.2 40

29 ModelingLMitochondrialLProteinLyvolutionLUsingLStructuralLInformationbLJournalloflMolecularl
EvolutionYL2002YLihYLiemaifm 3.1 12

28 ModelingLmitochondrialLproteinLevolutionLusingLstructuralLinformationbLJournalloflMolecularl
EvolutionYL2002YLihYLiemafm 3.1 4

27 InitialLsequencingLandLcomparativeLanalysisLofLtheLmouseLgenomebLNatureYL2002YLhfdYLifdajf 50.4 5376

26 uLnovelLuseLofLequilibriumLfrequenciesLinLmodelsLofLsequenceLevolutionbLMolecularlBiologylandl
EvolutionYL2002YLemYLelfeage 8.3 45
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25 MolecularLphylogeneticsnLstateaofatheaartLmethodsLforLlookingLintoLtheLpastbLTrendslinlGeneticsYL
2001YLekYLfjfakf 8.5 311

24 uLgeneralLempiricalLmodelLofLproteinLevolutionLderivedLfromLmultipleLproteinLfamiliesLusingLaL
maximumalikelihoodLapproachbLMolecularlBiologylandlEvolutionYL2001YLelYLjmeam 8.3 2055

23 StatisticalLtestsLofLgammaadistributedLrateLheterogeneityLinLmodelsLofLsequenceLevolutionLinL
phylogeneticsbLMolecularlBiologylandlEvolutionYL2000YLekYLmkial 8.3 103

22 LikelihoodabasedLtestsLofLtopologiesLinLphylogeneticsbLSystematiclBiologyYL2000YLhmYLjifakd 8.4 930

21 wodonasubstitutionLmodelsLforLheterogeneousLselectionLpressureLatLaminoLacidLsitesbLGeneticsYL
2000YLeiiYLhgeahm 4 1740

20 woevolvingLproteinLresiduesnLmaximumLlikelihoodLidentificationLandLrelationshipLtoLstructurebL
JournalloflMolecularlBiologyYL1999YLflkYLelkaml 6.5 204

19 yffectsLofLsequenceLalignmentLproceduresLonLestimatesLofLphylogenybLBioEssaysYL1998YLfdYLflkafmd 4.1 14

18 PhylogeneticLinformationLandLexperimentalLdesignLinLmolecularLsystematicsbLProceedingsloflthel
RoyallSocietylB:lBiologicallSciencesYL1998YLfjiYLekkmalj 4.4 76

17 ModelsLofLmolecularLevolutionLandLphylogenybLGenomelResearchYL1998YLlYLefggahh 9.7 215

16 ussessingLtheLimpactLofLsecondaryLstructureLandLsolventLaccessibilityLonLproteinLevolutionbLGenetics
YL1998YLehmYLhhiail 4 172

15 ureLbigLtreesLindeedLeasysbLTrendslinlEcologylandlEvolutionYL1997YLefYLgik 10.9 12

14 UsingLevolutionaryLtreesLinLproteinLsecondaryLstructureLpredictionLandLotherLcomparativeLsequenceL
analysesbLJournalloflMolecularlBiologyYL1996YLfjgYLemjafdl 6.5 96

13 MaximumLLikelihoodLTreesLfromLxNuLSequencesnLuLPeculiarLStatisticalLystimationLProblembL
SystematiclBiologyYL1995YLhhYLglhagmm 8.4 198

12 MaximumLLikelihoodLTreesLfromLxNuLSequencesnLuLPeculiarLStatisticalLystimationLProblembL
SystematiclBiologyYL1995YLhhYLglh 8.4 37

11 VarianceLtoLmeanLratioYLRUtVYLforLpoissonLprocessesLonLphylogeneticLtreesbLMolecularlPhylogeneticsl
andlEvolutionYL1994YLgYLfgdam 4.1 28

10 PhylogeneticLanalysisLofLtheLrpovLgeneLfromLtheLplastidalikeLxNuLofLPlasmodiumLfalciparumbL
MolecularlandlBiochemicallParasitologyYL1994YLjjYLffeage 1.9 38

9 NucleotideYLdinucleotideLandLtrinucleotideLfrequenciesLexplainLpatternsLobservedLinLchaosLgameL
representationsLofLxNuLsequencesbLNucleiclAcidslResearchYL1993YLfeYLfhlkame 20.1 68

8 StatisticalLtestsLofLmodelsLofLxNuLsubstitutionbLJournalloflMolecularlEvolutionYL1993YLgjYLelfaml 3.1 624

(1993-2001)

7



7 SimpleLdiagnosticLstatisticalLtestsLofLmodelsLforLxNuLsubstitutionbLJournalloflMolecularlEvolutionYL
1993YLgkYLjidaje 3.1 68

6 zurtherLresultsLonLerrorLminimizationLinLtheLgeneticLcodebLJournalloflMolecularlEvolutionYL1993YLgkYLjjfah3.1 43

5 MaximumLLikelihoodLInferenceLofLPhylogeneticLTreesYLwithLSpecialLReferenceLtoLaLPoissonLProcessL
ModelLofLxNuLSubstitutionLandLtoLParsimonyLunalysesbLSystematiclZoologyYL1990YLgmYLghi 113

4 zewestLVariablesLwodingLMethodLforLMultistateLwharactersbLSystematiclZoologyYL1989YLglYLkm 5

3 MyTHOxSLzORLxISwRyTyLwOxINGLOzLMORPHOLOGIwuLLwHuRuwTyRSLzORLNUMyRIwuLL
uNuLYSISbbLCladisticsYL1988YLhYLimake 3.5 56

2 uvoidingLascertainmentLbiasLinLtheLmaximumLlikelihoodLinferenceLofLphylogeniesLbasedLonL
truncatedLdata 3

1 GenomicLreconstructionLofLtheLSuRSawoVafLepidemicLinLyngland 9
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